Abstract
lineages rapidly. Three hundred and eighteen published E. coli genomes were compared, to 23 identify signature sequences unique to each of the four major STs. The specificity of these 24 sequences was assessed in silico by seeking them in an additional 98 genomes. A PCR assay was 25 designed to amplify size-distinguishable fragments unique to the four lineages, and was 26 validated using 515 E. coli isolates of known ST. Genome comparisons identified 22 regions, 27 ranging in size from 335 bp to 26.5 kb, unique to one or other of the four predominant E. coli to ten regions that were conserved in all representative of the ST and its SLVs, and which were 165 found only in that ST (Table 4) . 
